Introduction
Androgens, such as testosterone and dihydrotestosterone, are essential for normal male sex differentiation and are responsible for the normal development of male secondary sexual characteristics at puberty (1) . The physiological effects of androgens are mediated by the androgen receptor (AR), which is a nuclear transcription factor encoded by the AR gene (2) . The AR gene, which is located on the X chromosome (Xq11-q12) and contains 8 exons, encodes a protein of 919 amino acids (3) . Mutations in the AR gene have been shown to cause androgen insensitivity syndrome (AIS), which is characterized by complete or partial resistance to the biological effects of androgens in 46,XY karyotype individuals with normal testis determination and production of age-appropriate androgen concentrations (4) . AIS may be classified into mild (MAIS), partial (PAIS) or complete androgen insensitivity (CAIS), based on its phenotypic expression, which ranges from a male phenotype with isolated infertility, to ambiguous genitalia, to a completely female external phenotype (5) .
CAIS, which has previously been termed testicular feminization syndrome (6) , is characterized by unilateral or often bilateral inguinal hernias in prepubertal girls and with primary amenorrhea during puberty (7) . The characteristic features of CAIS include a normal female phenotype, normal breast development, an absence of or sparse pubic and axillary hair, an absence of the uterus and ovaries, and a short blind-ending vagina (8) . The estimated prevalence of CAIS is 1:20,000-64,000 male births (9) . CAIS is typically diagnosed by clinical and laboratory findings and confirmed by the detection of a defect in the AR gene. However, only a small number of patients affected by CAIS have been confirmed by AR gene mutational screening in Chinese hospitals (10) (11) (12) .
The present study aimed to investigate patients with CAIS from two unrelated Chinese families by screening mutations of the AR gene. Furthermore, in silico tools were used to predict the potential effect of the novel mutation on the AR protein.
Patients and methods
Families. Two unrelated families affected by CAIS were investigated in the present study. The family pedigrees and generations are illustrated in Fig. 1 . In both families, there was no history of consanguineous marriage for three generations. To determine the karyotype of patients, peripheral blood lymphocytes were cultured using lymphocyte culture medium (Yishengjun; Bedi Biotechnology, Guangzhou, China) at 37˚C Fig. 1B) , the proband (II-1) was an 18-year-old female, who was referred to the Department of Urology at The First Hospital of Jilin University in September 2012 with a right inguinal hernia and primary amenorrhea. At 3 years of age, the patient had presented with congenital bilateral inguinal hernias, which were characterized by a mass in the groin that swelled during crying. The patient had undergone a left hernia operation at the City Hospital of Yushu (Yushu, China) 8 months prior to admission, and the mass was confirmed as a testis. A further physical examination revealed that the patient had normal female external genitalia, normal breast development, sparse pubic hair and an absence of axillary hair. A gynecological examination revealed the absence of a uterus and ovaries, and the presence of a blind-ending vagina (7.8 cm in depth). The serum hormone concentrations were as follows: T, 11.65 nmol/l (within the normal male range); LH, 47 IU/ml; FSH, 58.89 mIU/ml; and E 2 , 22.85 pg/ml. Genetic analysis. Genomic DNA was extracted from peripheral blood leukocytes using the QIAamp DNA Blood Mini kit (51106; Qiagen GmbH, Hilden, Germany), according to the manufacturer's protocol. All eight exons and flanking intronic regions of the AR gene were amplified by polymerase chain reaction (PCR) using the primers listed in Table I . The amplifications were performed using a final volume of 50 µl, containing 1 µl genomic DNA, 25 µl 2X Premix Ex Taq™ (Takara Biotechnology Co., Ltd., Dalian, China), 1 µl each of the forward and reverse primers and 22 µl sterilized distilled water. The PCR conditions were as follows: 95˚C for 5 min, followed by 30 cycles of denaturation at 95˚C for 30 sec, annealing at 60-65˚C for 45 sec and extension at 72˚C for 30 sec, and a final extension at 72˚C for 10 min (GeneAmp 9700; Applied Biosystems; Thermo Fisher Scientific, Inc.). A 5-µl aliquot of each PCR was loaded on a 2% agarose gel and visualized by ethidium bromide (Sigma-Aldrich) staining to confirm the presence of an appropriately sized product. Direct sequencing of amplicons from the amplification of the AR gene from the proband was performed on the ABI 3730 Automated 
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Sequencer (Applied Biosystems; Thermo Fisher Scientific, Inc.) using the BigDye ® Terminator v3.1 Cycle Sequencing kit (4337455; Applied Biosystems; Thermo Fisher Scientific, Inc.). In the case of a mutation, PCR and sequencing of the DNA sample were repeated twice to confirm the finding and rule out the possibility of PCR-generated errors. Furthermore, 150 healthy male individuals were recruited as a normal control group for the study (age, 22-35 years).
Homology and structural analysis and function prediction.
Upon detection of a novel mutation, the functional consequences of amino acid alterations were predicted using in silico models. Three algorithms, including Polymorphism Phenotyping (http://genetics.bwh.harvard. edu/pph2/; version 2.2.2), Scale Invariant Feature Transform (http://sift.jcvi.org/; version 4.0) and Protein Analysis Through Evolutionary Relationships (http://www.pantherdb. org/tools/csnpScoreForm.jsp; version 6.1), were used to predict the functional consequences of amino acid substitutions.
For homology studies, the human AR sequence was compared with corresponding mammalian protein sequences from the Ensemble database (http://www.ensembl.org/index. html) using the ClustalW multiple sequence alignment tool (http://www.ebi.ac.uk/Tools/msa/clustalw2/.) The structure of the mutant AR protein was predicted using the resolved three dimensional structure of human AR (Protein Data Bank accession #2AM9) as a template. Molecular modeling was performed using the SWISS-MODEL web-server program (http://swissmodel.expasy.org/). The model images were examined and edited using PyMOL (https://www.pymol.org/l; version 1.5).
Results
Genetic analysis of the AR gene. In family 1, a direct sequencing analysis of the proband (III-3) detected a homozygous G-to-A substitution in exon 5 of the AR gene, which led to the replacement of a tryptophan (W) codon (TGG) with a termination (X) codon (TGA) at amino acid position 751 (p.W751X). The mother of the proband (II-2) was a heterozygous carrier of the p.W751X mutation, and II-4 harbored the same mutation as the proband, whereas the elder sister of the proband (III-2) had normal alleles at the AR gene ( Fig. 2A) .
A T-to-C substitution at codon 804 (TTC-TCC) in exon 6 of the AR gene was identified in the proband (II-1) from family 2; this mutation was predicted to result in an amino acid change from phenylalanine ( mother (I-2) revealed normal alleles, and this mutation was absent in all of the 150 normal control subjects (Fig. 2B ).
Functional and structural prediction of the AR protein with the novel mutation.
To the best of our knowledge, the p.F804S mutation has not previously been described, and was thus analyzed in silico. All three in silico algorithms predicted that the substitution of F with S would affect the function of the AR protein (Table II) . F804 is a highly conserved residue, as demonstrated when comparing the human AR protein sequence to other mammalian AR proteins by multiple sequence alignments (Fig. 3) . The structural analysis demonstrated that, in the wild-type AR protein, F804 was located in a hydrophobic cage consisting of F747, W751, F794, leucine 805 and lysine 808. At the same time, the aromatic side chains of F804 and W751 were aligned in an off-centered parallel orientation to form a π-stacking structure (Fig. 4A) . However, in the mutant AR protein, the structural analysis by modeling revealed that, as compared with the wild-type F804 reside, S804 did not form a hydrophobic interaction with F747, and instead formed an intramolecular hydrophobic interaction with isoleucine (I) 799. In addition, S804 was extended from the hydrophobic cage and established a hydrogen bond with the backbone carbonyl group of threonine (T) 800 (Fig. 4B) .
Discussion
AIS is the most common cause of male pseudohermaphroditism, and is considered a member of the 46,XY disorders of sex development (13) . AIS is an X-linked inherited disorder caused by mutations in the AR gene (14) . The AR is an intracellular transcription factor belonging to the nuclear receptor superfamily. In the absence of a ligand, the AR protein is located in the cytoplasm; however, androgen binding induces the AR to adopt its trans-conformation, permitting (A) In family 1, the proband (III-3) and her maternal aunt (II-4) harbored the homozygous G-to-A substitution in exon 5, the mother of the proband (II-2) was a heterozygous carrier, and the elder sister of the proband (III-2) was normal. (B) In family 2, the proband (II-1) harbored the homozygous T-to-C substitution in exon 6, whereas her mother (I-2) was normal at this site. A B its translocation into the nucleus and direct interaction with its target genes in order to regulate their transcription and initiate a series of molecular events required for male sex differentiation (15) . Consistent with all nuclear receptors, the AR consists of three major functional domains, as follows: i) The N-terminal transactivational domain, which is encoded by exon 1 and is involved in the transcriptional activation of target genes; ii) the DNA-binding domain, which is encoded by exons 2 and 3 and contains two zinc finger motifs; and iii) the C-terminal LBD, which is encoded by exons 4-8 and is involved in dimerization and transcriptional activation (16) . To date, >800 different mutations, associated with various forms of AIS and scattered throughout the AR gene, have been reported worldwide (17) .
The present study screened the entire coding and intron-exon regions of the AR gene in two unrelated Chinese families with CAIS. In family 1, one previously reported mutation (p.W751X) in exon 5 of the AR gene was identified in two CAIS individuals and one unaffected carrier. In family 2, a novel mutation (p.F804S) was identified in the LBD of AR, and the consequence of this amino acid substitution was predicted using bioinformatics.
In family 1, the p.W751X mutation identified in the proband (III-3) was inherited from the unaffected mother (II-2), who was a normal heterozygous carrier of this mutation. In addition, the aunt of the proband (II-4) was positive for the p.W751X mutation, which may have accounted for her history of primary amenorrhea and infertility. Conversely, the elder sister of the proband had the wild-type allele, and the younger sister (III-4) of the proband may have been an unaffected carrier of the p.W751X mutation, although this individual was not analyzed due to lack of parental consent.
Yaegashi et al (18) initially reported the p.W751X mutation in a Japanese patient who presented with the CAIS phenotype and had a 47,XXY karyotype in 1999. They identified two nonsense mutations (p.G641X and p.W751X) in this patient, and a cultured genital skin fibroblast study demonstrated that these mutations eliminated the ligand binding capacity of AR (18) . Furthermore, they also reported that the p.G641X mutation alone was able to cause the CAIS phenotype and eliminate the androgen binding capacity (18) . Conversely, Köhler et al (19) detected the p.W751X mutation in a patient with PAIS from Italy. In the present study, the p.W751X mutation was identified in a CAIS patient with a 46,XY karyotype. Thus, the same mutation in the AR gene may cause different clinical manifestations in patients from different populations.
In family 2, the proband (II-1) was affected by CAIS, which presented as a bilateral inguinal hernia in childhood and primary amenorrhea during puberty. DNA sequencing identified the novel p.F804S mutation in the proband (II-1), which was not detected in the mother of the proband (I-2). These results suggested that the mutation was either de novo or the result of a possible gametic mosaicism. Furthermore, the mutation was absent in the genomes of 150 normal control individuals, which excluded the possibility of this alteration being the result of a single nucleotide polymorphism. To the best of our knowledge, the p.F804S mutation has not previously been reported, although two previously reported mutations in the same codon involving different nucleotides (TTC-CTC, p.F804l) and (TTC-ATC, p.F804L) were also associated with CAIS (20, 21) . Considering that all three identified mutations at F804 have been associated with CAIS, the present study compared the human AR sequence with the corresponding mammalian protein sequences using ClustalW. F804 was shown to be part of highly conserved amino acid residues in In a previous study, X-ray crystallography demonstrated that the three-dimensional structure of the AR-LBD consisted of 12 α-helices (H), which folded into a three-layered sandwich (22, 23) . The outer leaves of this sandwich, which consisted of H1/2 and 3 on one side and H6, 7 and 10/11 on the other, enveloped a hydrophobic core. H4/5, 8 and 9 formed one-half of this hydrophobic core, whereas the second half of the core was an open ligand-binding pocket, which, in the presence of androgen, was closed by repositioning of the terminal H12 (24) . F804 was shown to be located in H8, which was the central helix in the hydrophobic core of the AR-LBD. In the present study, a structural analysis demonstrated that, in the wild-type AR-LBD, F804 interacted with E681 in H1 and F794 in H7 from the outer layer of the sandwich, and with F747 and W751 in H5 from the hydrophobic core. Furthermore, F804 was shown to be inserted into a hydrophobic cage which consisted of F747, W751, F794, L805 and K808. In addition, the aromatic side chains of F804 and W751 were aligned in an off-centered parallel orientation to form a π-stacking structure. These results suggested that F804 is a focal residue that anchors the outer layer (H1/2 and 7) of the AR-LBD to its hydrophobic core (H5 and 8). However, upon substitution with the non-polar, aromatic F with a polar amino S, the modeling revealed that the S804 in the mutant AR-LBD mainly eradicated the hydrophobic interaction with F747 from H5, and lost interaction with E681 on H1, and established a new interaction between I799 and H7. Furthermore, due to the polar nature of S, S804 was extended from the hydrophobic core, which enabled it to form a hydrogen bond with the backbone carbonyl group of T800. Therefore, it may be hypothesized that the loss of the interaction between F747 and E681 in H1 may have altered the stability of the AR-LBD, such that the LBD was prone to misfolding. Furthermore, suppression of the hydrophobic interaction with residue F747 may have destabilized the interaction between H5 and H8, which in the wild-type protein forms an important hydrophobic core that maintains the AR binding capacity.
In conclusion, the present study identified two mutations in two unrelated Chinese families with CAIS by molecular screening of the AR gene. The novel missense mutation (p.F804S) identified in family 2 may provide insights into the molecular mechanism underlying CAIS. In addition, the novel mutation expanded in the AR database may aid in the identification of mutational hot spots, which may be useful in prenatal diagnosis and genetic counseling.
